Klebsiella pneumoniae is an opportunistic bacterium that causes serious hospital-acquired infections. Among the different virulence factors of the bacteria, capsule is the most important one and plays an important role in its mucoviscosity. The current cross-sectional study was conducted on 149 K. pneumoniae species isolated from different clinical samples obtained from patients hospitalized in teaching hospitals of Qazvin, Iran, from 2014 to 2015. All isolates were identified by laboratory standard methods. First, the isolates were evaluated for harboring the gene ureD, as an internal control, and the magA gene by polymerase chain reaction (PCR) and sequencing methods. All isolates were positive for the presence of ureD gene, the specific gene of K. pneumoniae. Eleven isolates (7.4%) harbored the magA gene which were mostly collected from trachea (4 isolates, 36.3%) and blood (3 isolates, 27.3%) specimens and from the patients admitted in intensive care units (9 isolates, 81.8%) and infectious diseases wards (2 isolates, 18.2%). Results of the current study showed the high prevalence of magA gene in K. pneumoniae isolated from hospitals in Qazvin city, Iran, which because of its engagement in capsule production, it is necessary to consider these organisms in prevention and treatment of the infection.
INTRODUCTION
Klebsiella pneumoniae is a Gramnegative bacteria which belong to the Enterobacteriaceae family (Falade A.G & Ayede A. I., 2011) . This organisms is considered as opportunistic pathogens, which cause serious infections in hospitalized patients and cause a wide range of clinical infections such as septicemia, pneumonia, urinary tract infections, meningitis and purulent abscesses in various organs, especially liver (Livermore D. M., 2012; Peymani A. et al., 2015) . The polysaccharide capsule of these bacteria is considered as the most important virulence factor. The mucoviscosity factor related to magA gene plays an important role in the production of polysaccharide capsule and Oantigen ligase forming in K. pneumoniae, which is known as the main cause of liver abscesses in the recent years (Lin T .L. et al., 2012) . The presence of this gene in clinically isolated K. pneumoniae species is very important. The role of magA gene in K.
pneumoniae isolates regarding the incidence of liver diseases, meningitis, bacteremia and septicemia is revealed through different studies in the recent decade. This gene can be used as a marker to diagnose invasive infections of K. pneumoniae. magA in K. pneumoniae is usually identified by the high viscosity. This gene can act as a pathogenicity island due to its genetic situation and increase in the virulence of bacteria; in such a way that without antibiotic treatment can cause death (Struve C. et al., 2005) . The ureD gene is a segment of K. pneumoniae specific gene which produces urease. Urease is an enzyme containing nickel which produces ammonia and carbon dioxide by urea hydrolyses. The increase of pH following the production of ammonia by this enzyme can play an important role in the incidence of liver diseases; in such a way that following the activation of urease and production of ammonia, blood urea increases and causes metabolic alkalosis. Bacterial urease is directly associated with stone-forming in urinary tract and it also increases the pathogenicity of these bacteria through playing a role in the incidence of diseases such as pyelonephritis, ammonia encephalopathy, gastric ulcer, liver infection and infection in patients with invasive tools (Mobley H. L. et al., 1995 
MATERIALS AND METHODS
The current cross-sectional study was conducted on 149 K. pneumoniae K. pneumoniae isolates were evaluated for harboring the using specific primers by polymerase chain reaction (PCR) method and sequencing (Table 1) carried by all of the isolates and 11 species (7.4%) harbored the magA gene (Figure 1 ).
The species harboring magA were mostly isolated from the patients hospitalized in the ICU (9 isolates, 81.8%) and infectious diseases (2 isolates, 18.2%). Also, the highest frequency of the magA gene was observed in trachea isolates with 4 (36.3%)
isolates and blood with 3 (27.3%) isolates (Table 2) . results of the study showed that all of the isolates which carried magA, also had capsule K1 serotype (Struve C. et al., 2005 ).
In the current study, most of the species containing magA gene were isolated from patients in ICUs, and also trachea and blood 
